GenCore version 5.1.6 
Copyright (c) 1993 - 2003 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on : 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



July 31, 2003, 10:11:26 ; Search time 3098 Seconds 

(without alignments) 
10418.015 Million cell updates/sec 

US-09-941-936A-1 
1109 

1 tggaactggtgctccgttgt gctcttcgaggtgcgcttcc 1109 

IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



2054640 seqs, 14551402878 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



4109280 



Database 



GenEmbl : * 

1 : gb_ba : * 

2: gb_htg:* 

3: gb_in:* 

4 : gb_om : * 

5 : gb_ov : * 

6 : gb_pat : * 

7 : gb_ph : * 

8: gb_pl:* 

9 : gb_pr : * 
10: gb_ro:* 
11: gb__sts:* 

12: gb__sy:* 

13: gb_un:* 

14: gb_vi:* 

15: em_ba:* 

16: em_fun:* 

1 7 : em_hum : * 

18: em_in:* 

1 9 : em_mu : * 

2 0 : em_om : * 

21: em_or:* 

22: eni_ov:* 

23: em_jpat : * 

2 4 : em_ph : * 



Alio Uqac^J Sea lX>K)6lZ 
dbs-but aM saw fats. 



25: 
26: 
27: 



em_pl : * 
em_ro : * 
em sts:* 





: em 


un : * 


29 


: em 


vi : * 


30 


: em 


_htg_hum: * 


31 


: em_ 


_htg_inv: * 


32 


: em 


_htg_other : * 


33 


em 


htg mus : * 


34 


em 


_htg_pln : * 


3o 


em 


htg rod : * 


36 


em 


htg mam: * 


37 


em 


_htg vrt : * 


38 


em 


_sy: * 


39 


em 


htgo hum:* 


40 


em 


_htgo mus : * 


41 


em 


htgo other:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 



Result 
No. 


Score 


Query 
Match 


Length 


DB 


ID 




Description 




1 


i .i a n 

1109 


100 


.0 


1109 


6 


AX394571 Afpl'* 




AX394571 Sequence 


c 


2 


1 1U / . 4 


99 


.9 


34 0000 


1 


AP005274 Alal(G4 




AP005274 Corynebac 


c 


3 


i i m a 


99 


.9 


34 9980 


6 


AX120085 £p //S>7<?0 


AX120085 Sequence 




4 


577.4 


52 


. 1 


579 


6 


AX120368 ^ n e^ 


AX120368 Sequence 




5 


161.4 


14 


. 6 


17570 


1 


AE007063 clo£*Cf 




AE007063 Mycobacte 




6 


-L \J JL . *i 


14 


. 6 




i 
1 


MTCY4 9 




Z7 3966 Mycobacteri 




7 


161.4 


14 


.6 


318200 


1 


MLEPRTN6 




AL583922 Mycobacte 


c 


8 


157.2 


14 


.2 


20198 


1 


SCM2 




AL136149 Streptomy 


c 


9 


128 


11 


.5 


1603 


6 


AX066107 




AX066107 Sequence 


c 


10 


65.6 


5 


.9 


37049 


1 


MLACEA 




Z46257 M. leprae ac 


c 


11 


65.6 


5 


.9 


342300 


1 


MLEPRTN8 




AL583924 Mycobacte 




12 


60.6 


5 


.5 


32941 


1 


SCM10 




AL1334 69 Streptomy 




13 


59.8 


5 


4 


323450 


1 


SME591790 




AL591790 Sinorhizo 


c 


14 


57 .8 


5 


2 


124501 


2 


AC118134 




AC118134 Oryza sat 




15 


57 


5' 


1 


113193 


1 


AF357202 




AF357202 Streptomy 




16 


56.8 


5 


1 


15041 


1 


AE006991 




AE006991 Mycobacte 




17 


56 


5 


0 


3803 


1 


MXCARQRS 




X71062 M.xanthus g 


c 


18 


55.8 


5 


0 


41625 


1 


SCH24 




AL049826 Streptomy 


c 


19 


54 


4 


9 


1506 


6 


AX120369 




AX120369 Sequence 




20 


53.2 


4 


8 


14860 


1 


AE007093 




AE007093 Mycobacte 




21 


53.2 


4 


8 


63033 


1 


MTV008 




AL021246 Mycobacte 




22 


53 


4 


8 


1931 


6 


AR083152 




AR083152 Sequence 


c 


23 


52.2 


4 


7 


749 


14 


NP0RPT2 




D13755 Multicapsid 


c 


24 


52.2 


4 . 


7 


131995 


14 


OPU75930 




U75930 Orgyia pseu 




25 


51 


4 . 


6 


4026 


1 


SCO007313 




AJ007313 Streptomy 




26 


50 


4 . 


5 


98002 


2 


AP003985 




AP003985 Oryza sat 




27 


49.4 


4 . 


5 


1020 


1 


SAU59153 




U59153 Streptomyce 


c 


28 


49.4 


4 . 


5 


10389 


1 


AE009479 




AE009479 Brucella 


c 


29 


49.2 


4. 


4 


109470 


2 


OSJN00062 




AL606618 Oryza sat 




30 


49 


4 . 


4 


8046 


1 . 


AF049107 




AF04 9107 Myxococcu 




31 


48.6 


4 . 


4 


303100 


1 


RME603646 




AL60364 6 Rhizobium 


c 


32 


48.6 


4 . 


4 


323450 


1 


SME591790 




AL591790 Sinorhizo 


c 


33 


48.4 


4 . 


4 


15311 


1 


AE007164 




AE007164 Mycobacte 



GenCore version 5.1.6 
Copyright (c) 1993 - 2003 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: July 31, 2003, 10:08:30 ; Search time 324 Seconds 

(without alignments) 
7708.229 Million cell updates/sec 

Title: US-09-941-936A-1 
Perfect score: 1109 

Sequence: 1 tggaactggtgctccgttgt gctcttcgaggtgcgcttcc 1109 

Scoring 'table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 2185239 seqs, 1125999159 residues 

Total number of hits satisfying chosen parameters: 4370478 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 4 5 summaries 

Database : N_Geneseq_101002 : * 

1 : /SIDS2/gcgdata/geneseq/geneseqn-embl/NA1980 . DAT :* 

2 : /SIDS2/gcgdata/geneseq/geneseqn-embl/NA1981 . DAT : * 

3 : /SIDS2/gcgdata/geneseq/geneseqn-embl/NA1982 . DAT: * 

4 : /SIDS2/ gcgdata/ gene seq/ geneseqn-embl/NAl 983 . DAT : * 

5 : /SIDS2/gcgdata/geneseq/geneseqn-embl/NA1984 . DAT : * 

6: /SIDS2/gcgdata/geneseq/geneseqn-embl/NA1985 . DAT: * 

7 : /SIDS2/ gcgdata/ genes eq/ geneseqn-embl/NAl 98 6 . DAT : * 

8 : /SIDS2/gcgdata/geneseq/geneseqn-embl/NA1987 . DAT: * 

9: /SIDS2/gcgdata/geneseq/geneseqn-embl/NA1988 . DAT: * 

10 : /SIDS2 / gcgdata/ gene seq/ geneseqn-embl/NAl 98 9 . DAT : * 

11 : /SIDS2/gcgdata/geneseq/geneseqn-embl/NA1990 . DAT: * 

12 : /SIDS2/gcgdata/geneseq/geneseqn-embl/NA1991 . DAT : * 

13 : /SIDS2/gcgdata/geneseq/geneseqn-embl/NA1992 . DAT : * 

14 : /SIDS2/gcgdata/geneseq/geneseqn-embl/NA1993 . DAT : * 

15 : /SIDS2/gcgdata/geneseq/geneseqn-embl/NA1994 . DAT : * 

16 : /SI DS2 /gcgdata /geneseq/geneseqn-embl/NAl 995 . DAT : * 

17 : /SIDS2/gcgdata/geneseq/geneseqn-embl/NA1996 . DAT : * 

18 : /SIDS2/gcgdata/geneseq/geneseqn-embl/NA1997 . DAT : * 

19: /SIDS2/gcgdata/geneseq/geneseqn-embl/NA1998 . DAT: * 

20 : /SIDS2/gcgdata/geneseq/geneseqn-embl/NA1999 . DAT : * 

21 : /SIDS2 / gcgdata/ gene seq/ geneseqn-embl/NA2000 . DAT : * 

22 : /SIDS2/ gcgdata/ geneseq/geneseqn-embl/NA2001A. DAT : * 

23: /SIDS2/ gcgdata /gene seq/ geneseqn-embl/NA2001B . DAT : * 

24 : /SIDS2/gcgdata/geneseq/geneseqn-embl/NA2002 . DAT : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 



Result 
No. 


Score 


Query 
Match 


Length 


DB 


ID 






Description 




1 


i iuy 


100 


.0 


i iu y 


O A 

Z 4 


AAD33874 Aj 




Corynebacterium gl 


c 


2 


1 1 n7 a 


99 


.9 


"3/1 QQQfl 

J4 y y o u 


9 9 


AAH649666P 




*N<ll<a*4uAc glutamicum codin 




3 


o / / . 4 


52 


. 1 


a ~i r\ 

d1 y 


22 


AAH65249&«A|M*f 


in T 


C glutamicum codin 




4 


T £1 A 
1 Dl . 4 


14 


. 6 


a a n o -7 c a 
4 4Uo / OO 


o o 
22 


AAI99683 






Mycobacterium tube 




5 


1 £ 1 A 
± 0 1 . 4 


14 


. 6 


A A 1 1 C O O 

4 4 1 loz y 


ZZ 


AAI99682 






Mycobacterium tube 


c 


6 


IZo 


11 


.5 


1 C A *3 

1 bU J 


ZZ 


AAF70989 






C. glutamicum SRT 


c 


7 


04 


4 


. 9 


1506 


22 


AAH65250 






C glutamicum codin 


c 


8 


vl O A 

4 o . 4 


4 


.4 


44037 65 


22 


AAI99683 






Mycobacterium tube 




9 


AC O 

4 b . o 


4 


.2 


6514 0 


22 


AAD17184 






Streptomyces nours 




10 


AC O 

4 o . o 


4 


.2 


125401 


22 


AAD17186 






Streptomyces nours 




11 


A C 
4 D 


4 


. 1 


4 4 96 


17 


AAT58553 






Streptomyces prist 




12 


AC A 

4 0 . 4 


4 


. 1 


603 


22 


AAH68381 






C glutamicum codin 




13 


y| c a 

4o . 4 


4 


. 1 


1211 


24 


AAL42355 






Corynebacterium gl 




14 




4 


.1 


3094 00 


22 


AAH68534 






C glutamicum codin 


c 


15 


4 o 


4 , 


.1 


A A 1 "1 C O Pi 

4 41152 9 


22 


AAI99682 






Mycobacterium tube 




16 


4 4 . b 


4 , 


.0 


3785 6 


21 


AAA11992 






S. cellulosum DNA 




17 


AO C 

4 J . D 


3, 


.9 


4 689 


21 


AAZ87299 






S. venezuelae macr 




18 


4 o . b 


3, 


.9 


13842 


21 


AAZ87297 






S. venezuelae macr 




19 


4 j, D 


3, 


.9 


36778 


21 


AAZ87318 • 






S. venezuelae pik 




20 


/I "3 C 


3, 


.9 


37 94 8 


21 


AAZ87285 






S. venezuelae pik 




21 


4 3 . b 


3, 


.9 


38506 


21 


AAA75633 






Nucleotide sequenc 




22 


4 J . b 


3. 


. 9 


38506 


21 


AAZ56001 






Recombinant cosmid 


c 


23 


A "3 /I 


3. 


.9 


con 

bo y 


24 


ABQ29872 






Oligonucleotide fo 




24 


4 o . 4 


3. 


.9 


68 9 


24 


ABQ2 987 3 






Oligonucleotide fo 




25 


A "3 9 


3. 


. 9 


i i o o n 


2 1 


AAZ87298 






S. venezuelae macr 




26 


4 j 


3. 


. 9 


58 857 


21 


AAA58471 






Nucleotide sequenc 


c 


27 


/ o c 
4 ^ . O 


3. 


,8 


37856 


21' 


AAA11992 






S. cellulosum DNA 




28 


/1 9 /l 
4 Z . 4 


3. 


.8 


1 1 1 Q 

1 1 1 y 


9 / 

24 


ABQ90343 






M. capsulatus gene 




29 


/I o ^ 

42.4 


3. 


,8 


1119 


24 


ABQ90366 






M. capsulatus gene 




30 


41.0 


3. 


,8 


on o c 
3 fob 


23 


AAS54228 






Pseudomonas aerugi 


c 


31 


4 1 . b 


3. 


.8 


114 955 


20 


AAX53491 






Human adenosine Al 




32 


41.4 


3. 


1 


528 


22 


AAF30761 






Megalomicin polyke 


c 


33 


a r\ q 
4U . o 


3. 


,7 


953 


24 


ABQ4 5924 






Oligonucleotide f o 




34 


/in q 
4 U . o 


3. 


7 


953 


24 


ABQ45925 






Oligonucleotide f o 




35 


4 U . b 


3. 


7 


2187 


24 


AAS95794 






M. tuberculosis DN 




36 


/in £ 

4 U . O 


3. 


7 


2 1 yu 


o o 

22 


AAA89042 






Mycobacterium tube 




37 


40.4 


3. 


6 


109519 


22 


AAS08693 






Micromonospora DNA 


c 


38 


40.2 


3. 


6 


876 


22 


AAF60769 






Psudomonas sp ABC 




39 


40.2 


3. 


6 


20878 


23 


AAS59526 






Propionibacterium 




40 


40 


3. 


6 


1227 


23 


AAS51498 






Pseudomonas aerugi 




41 


39.8* 


3. 


6 


1083 


22 


AAH68128 






C glutamicum codin 




42 


39.6 


3. 


6 


1473 


21 


AAA15140 






DNA encoding an am 




43 


39.4 


3. 


6 


1110 


21 


AAZ35221 






Chromobacterium sp 




44 


39.4 


3. 


6 


1110 


24 


ABK53024 






Chromobacterium ge 




45 


39.4 


3. 


6 


1639 


16 


AAQ92918 






Chromobacterium es 



ALIGNMENTS 



RESULT 1 



GenCore version 5.1.6 
Copyright (c) 1993 - 2003 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



July 31, 2003, 13:23:07 ; Search time 302 Seconds 

(without alignments) 
7575.721 Million cell updates/sec 

US-09-941-936A-1 
1109 

1 tggaactggtgctccgttgt gctcttcgaggtgcgcttcc 1109 

IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



1439767 seqs, 1031500376 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



2879534 



Database : 



Published_Applications_NA: * 

1 : /cgn2_6/ptodata/2/pubpna/US07_PUBCOMB 

2 : /cgn2_6/ptodata/2/pubpna/PCT_NEW_PUB. s 

3 : /cgn2_6/ptodata/2/pubpna/US06_NEW_PUB. 

4 : /cgn2_6/ptodata/2/pubpna/US06_PUBCOMB. 

5 : /cgn2_6/ptodata/2/pubpna/US07_NEW_PUB. 

6 : /cgn2_6/ptodata/2/pubpna/PCTUS_PUBCOMB 

7 : /cgn2_6/ptodata/2/pubpna/US08_NEW_PUB. 

8 : /cgn2_6/ptodata/2/pubpna/US08_PUBCOMB. 

9: /cgn2_6/ptodata/2/pubpna/US09_NEW_PUB. 

10: /cgn2_6/ptodata/2/pubpna/US09_NEW__PUB 

11 : /cgn2_6/ptodata/2/pubpna/US09_NEW_PUB 

12 : /cgn2_6/ptodata/2/pubpna/US09_NEW_PUB 

13 : /cgn2_6/ptodata/2/pubpna/US09_PUBCOMB 

14 : /cgn2_6/ptodata/2/pubpna/US10_NEW_PUB 

15 : /cgn2_6/ptodata/2/pubpna/US10_PUBCOMB 

16: /cgn2_6/ptodata/2/pubpna/US60_NEW_PUB 

17: /cgn2_6/ptodata/2/pubpna/US60 PUBCOMB 



seq: * 
eq: * 
seq: * 
seq: * 
seq: * 

seq: * 
seq: * 
seq: * 
seq: * 
. seql : * 
.seq2:* 
. seq3 : * 
. seq: * 
. seq: * 
. seq: * 
. seq: * 
. seq: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 

Result Query 

No. Score Match Length DB ID 



Description 



1109 100.0 1109 11 US-09-941-936A-1 



Sequence 1 , Appli 



QutCL - 



f 



c 


o 

z 
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.4 


99 


. y 


33094 00 


11 
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o 

3 
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52 
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4 
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.4 


T O 

12 


. 7 
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15 
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5 
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.4 


12 


. 7 
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15 


US-10-156-761-606 


c 


6 
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.4 


12 


. 7 
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9025608 


15 
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c 


7 


54 


4 


. 9 
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11 
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o 
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4 
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15 
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c 


A 

y 


A R 
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tz 
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4 
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15 
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c 


X U 


A R 


/- 
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4 


. 1 


c o e\ 

520 


15 


US -10-184- 63 4-332 




1 1 


A C 

4 o 


. 4 


4 


. 1 


/~ a o 
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11 


US-0 9-7 38- 62 6-34 16 




Iz 


4 D 


. 4 


4 


. 1 


1211 


11 


US-09-942-935-1 




1 *3 

lo 


>1 c: 
4 O 


A 

. 4 


4 


. 1 
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15 


nn "io oio o/~o -i 

US -10-212-962-1 




1 A 


A R 
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. 4 


4 


. 1 
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11 


US-09-738-626-1 
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4 


A 
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657 


15 
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1 0 


A A 

4 4 
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4 


. 0 
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15 
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17 
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4 
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15 
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US-10-156-761-3392 
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Sequence 1, Appli 
Sequence 284, App 
Sequence 88 6, App 
Sequence 606, App 

Sequence 1, Appli 
Sequence 285, App 
Sequence 7271, Ap 
Sequence 332, App 
Sequence 332, App 
Sequence 3416, Ap 
Sequence 1, Appli 
Sequence 1, Appli 

Sequence 1, Appli 
Sequence 3104, Ap 
Sequence 6190, Ap 

Sequence 1, Appli 
Sequence 34 , Appl 
Sequence 34 , Appl 
Sequence 34 , Appl 
Sequence 34 , Appl 
Sequence 30, Appl 
Sequence 30, Appl 
Sequence 30, Appl 
Sequence 30, Appl 
Sequence 5, Appli 
Sequence 5, Appli 
Sequence 5, Appli 
Sequence 5, Appli 
Sequence 19, Appl 
Sequence 6399, Ap 
Sequence 32, Appl 
Sequence 32, Appl 
Sequence 32 , Appl 
Sequence 32 , Appl 
Sequence 4092, Ap 
Sequence 2, Appli 
Sequence 27 6, App 
Sequence 6742, Ap 
Sequence 6314, Ap 
Sequence 3392, Ap 
Sequence 7865, Ap 
Sequence 4, Appli 
Sequence 12683, A 
Sequence 5553, Ap 



ALIGNMENTS 



RESULT 1 

US-09-941-936A-1 

; Sequence 1, Application US/09941936A 
; Patent No. US2002014 67 82A1 
; GENERAL INFORMATION: 

; APPLICANT: BATHE, Brigitte, et al. 

; TITLE OF INVENTION: NUCLEOTIDE SEQUENCES CODING FOR THE sigD GENE 
; FILE REFERENCE: 032301 WD 202 



GenCore version 5.1.6 
Copyright (c) 1993 - 2003 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on : 



Title: 

Perfect score: 
Sequence : 



July 31, 2003, 11:45:11 ; Search time 1896 Seconds 

(without alignments) 
9472.993 Million cell updates/sec 

US-09-941-936A-1 
1109 

1 tggaactggtgctccgttgt gctcttcgaggtgcgcttcc 1109 



Scoring table: 



IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



16154066 seqs, 8097743376 residues. 



Total number of hits satisfying chosen parameters: 32308132 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : ' EST:* 

1 : em_estba : * 

2 : em_esthum: * 

3: em_estin:* 

4: em_estmu:* 

5: em_estov:* 

6 : em_estpl : * 

7: em_estro:* 

8: em_htc:* 

9: gb_estl:* 

10: gb_est2:* 

11: gb_htc:* 

12: gb_est3:* 

13: gb_est4:* 

14: gb_est5:* 

15: em_estfun:* 

16: em_estom:* 

17: gb_gss:* 

18: em_gss_hum:* 

19: em_gss_inv:* 

20: em_gss_pln:* 

21: em_gss_vrt : * 

22: em_gss_fun:* 

23: em_gss_mam:* 

24: em_gss__mus : * 

25: em_gss_other : * 

26: em_gss_pro : * 

27: em_gss_rod: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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ALIGNMENTS 



GenCore version 5.1.6 
Copyright (c) 1993 - 2003 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 

Run on: July 31, 2003, 12:19:11 / Search time 68 Seconds 

(without alignments ) 
5001.537 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



US-09-941-936A-1 
1109 

1 tggaactggtgctccgttgt gctcttcgaggtgcgcttcc 1109 

IDENTITY_NUC ■ 

Gapop 10.0 , Gapext 1.0 



882724 



441362 seqs, 153338381 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Issued_Patents_NA : * 

1 : /cgn2_6/ptodata/l/ina/5A_COMB. seq: * 

2 : /cgn2_6/ptodata/l/ina/5B_COMB. seq: * 

3 : /cgn2_6/ptodata/l/ina/6A_COMB. seq: * 

4 : /cgn2_6/ptodata/l/ina/6B_COMB.seq: * 

5 : /cgn2_6/ptodata/l/ina/PCTUS__COMB. seq: * 
6 : /cgn2_6/ptodata/l/ina/backf ilesl . seq: * 

Pred. No., is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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ALIGNMENTS 



RESULT 1 

US-09-103-840A-2 

; Sequence 2, Application US/09103840A 

; Patent No. 6294328 

; GENERAL INFORMATION: 

; APPLICANT: FLEISCHMAN, Robert D. 

; APPLICANT: WHITE, Owen R. 

; APPLICANT: FRASER, Claire M. 

; APPLICANT: VENTER, John C. 

; TITLE OF INVENTION: DNA SEQUENCES FOR STRAIN ANALYSIS IN MYCOBACTERIUM 
; TITLE OF INVENTION: TUBERCULOSIS 

FILE REFERENCE: 24366-20007.00 
; CURRENT APPLICATION NUMBER: US/09/103, 84 OA 
; CURRENT FILING DATE: 1998-06-24 
; NUMBER OF SEQ ID NOS : 2 
; SOFTWARE: Patentln Ver. 2.1 
; SEQ ID NO 2 

LENGTH: 4403765 



